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presence of conserved genes among the diptera order by using BUSCO software [79] .
0
We used 2,799 gene models conserved among diptera, and classify those genes as: i) 2 1 completely found in a single sequence, ii) fragmented in different sequences, or iii) 2 2 completely missing. Most of the BUSCO genes, 96%, were completely found in a 2 3 single sequence (Table S3C) . We finally performed a polishing step by removing the 2 4 scaffolds mapping to previously found contaminants (Table S3A) . Phylogenetic analysis 2 7 To make the genome-wide phylogenetic tree by window analysis, we took advantage 2 8 of the available multiple alignment file (MAF) for six species of the An. gambiae 2 9 complex including two outgroup species: An. christyi and An. epiroticus [10] . Briefly, et al,.
[10] made a whole genome alignment using ROAST [80] repeat the analysis using An. coluzzii and An. gambiae as queries, due to its similarity 1 3
to the reference genome AgamP3, or the two outgroup species, that are too divergent.
4
We then selected the MAF regions for which we get one unique hit in any of the 1 5 species, which represents the 63.2% of all the MAF regions for the eight species 1 6 (Table S10 ). For the additional MAF region that gave more than one hit we exclude unique hit after this filtering (Table S10 ). In total, we were able to include An. to the blast result information (Text S2.1.6). Then, we added these sequences to the 2 3
corresponding MAF region using MAFFT as an aligner (v7.221, [81] ). We use the 2 4
function --add to modify as less as possible the initial MAF [82] . Finally, we joined genome (Text S2.2). Anopheles bwambae. We downloaded the tree individual sequences of Anopheles 2 9
bwambae available at NCBI with fastq-dump; i) An. bwambae 1, SRR1255391, 3 0 SRR1255392, and, SRR1255303, ii) An. bwambae 3, SRR1255390, and, iii) An. each individual, we evaluated read quality with fastQC and trimmed the reads using An. bwambae reads, we added gaps so that we kept the same number of MAF regions check the phylogenetic relationship between An. fontenillie and An. bwambae, we also 2 0 created an additional MAF that included the 8 species previously available, the four 2 1
An. fontenillei individuals, and the three An. bwambae individuals. We mapped each 2 2 one of the seven individuals to AgamP3 reference genome as described previously for 2 3
An. bwambae (Text S2.4) . Then, we generated a consensus sequence for each of the new individuals for each of the MAF regions using SAMtools mpileup (Text S2.5).
5
Finally, we add sequentially each of the new sequences to the available multiple S2.2). Finally, we joined all these information in a new MAF file. Window-based phylogenies. We generated 50 kb genome-wide non-overlapping 3 0
windows from the MAF (Text S2.6.1). For each window, we generated a maximum 3 1 likelihood (ML) phylogenetic tree using RAxML (v8.2.4, [87] ) with GTRGAMMA Centromeric regions alignment quality
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